The following resources related to this article are available online at J ohnson and colleagues (1) used the correlation of seedling density with conspecific tree density to show that there is a negative density dependence, which they argue is driven by host-specific enemies. However, their analysis is biased because they only included seedling abundances of zero in plots with conspecific trees, whereas they excluded zero seedling abundances in plots that lacked conspecific trees. Excluding these joint absences (of both seedlings and adults) may result in negative biases and cause apparent conspecific density dependence.
To test the implications of this bias, we randomly generated uncorrelated tree and seedling abundances as a null model and analyzed the simulated null model community twice, once without joint absences and once with. Excluding joint absences resulted in a negative conspecific density dependence (median -0.16, Wilcoxon test P < 2.2 × 10
) and a highly significant correlation of abundance and conspecific density dependence (P < 2.2 × 10
−16
). These results are essentially indistinguishable from the findings of Johnson and colleagues (Fig. 1A) . Analyzing the null-model data without excluding joint absences resulted in a median density dependence of near the true value of zero and no correlation of abundance and density dependence (P = 0.25) (Fig. 1B) .
We applied the same procedures to 1144 20-m by 20-m forest plots on a systematic 8-km by 8-km grid spanning from 34°53'S to 47°13'S across all natural forests in New Zealand (2). We found overall positive conspecific density dependence regardless of statistical approach, but including joint absences resulted in density dependence 3.7 times more positive than when excluding joint absences (0.12 versus 0.032).
Therefore, Johnson and colleagues have not shown conspecific negative density dependence as a mechanism driving diversity. Their use of heterospecific density dependence as a null model is inappropriate, as few plots have no heterospecific trees and therefore few joint absences are excluded. The positive density dependence in the New Zealand data is most likely to result from local seed dispersal. Fig. 1 . Analysis of the null data set with the exclusion of joint absences results in a strong negative bias (A) and negative correlation of density dependence and abundance. The same null data set analyzed with joint absences included shows no density dependence (B). Null data set generated using random, uncorrelated negative binomial distributions for both trees and seedlings.
Dashed line indicates the mean density dependence in each analysis. 
